Abstract
4 4AQ4) 11 . However, Mtb UgpB does not bind G3P and comparison of the closed G3P-bound E. (Fig. 4D) . Based on the crystal structure of Mtb UgpB these 212 residues can be mapped to Leu205, Tyr78 and Tyr345 respectively (Fig. 2) . Notably, our data shows strong (Table   280 2), indicating that whilst these two individual residues are important for binding, they are not critical. 
393
The cells were freeze-thawed and sonicated on ice. the residual protein resonances were filtered using a T1ρ-filter of 50 ms. All the spectra were acquired with a 462 spectral width of 5 kHz and 32K data points using 128 scans. The on-resonance spectra were acquired by 463 saturating at 0.77 or 6.78 ppm while the off-resonance spectra were acquired by saturating at 40 ppm. Instead,
464
for the Mtb UgpB/GPIP4 complex, the protein concentration was 35 µM while the ligand concentration was 465 2.5 mM. STD NMR spectra were acquired on a Bruker Avance 800.23 MHz at 278 K. The on-and off-466 resonance spectra were acquired using a train of 50 ms Gaussian selective saturation pulses using a variable 467 saturation time from 0.5 s to 4 s and a relaxation delay (D1) of 5 seconds. The water signal was suppressed by 468 using the excitation sculpting technique 52 while the residual protein resonances were filtered using a T1ρ -filter 469 of 24 ms. All the spectra were acquired with a spectral width of 12.82 kHz and 32K data points using 64 scans.
470
The on-resonance spectra were acquired by saturating at 0.7 or 6.67 ppm while the off-resonance spectra were 
